Abstract
257 Discussion 258 We examined the fate of multiple classes of variants in a population subjected to genomic 259 prediction and selection for two unfavorably correlated quantitative traits over three cycles. (Table 4) is notably lower than 268 other classes of SNPs. Taken together, these lines of evidence suggest that dSNPs that contribute 269 to a diminution of yield are selected against despite the limitations of population size and the 270 countervailing effects of selection on predicted yield and FHB resistance. (Table 3) . This is consistent with the expectation that dSNPs are more likely to be 281 predictive to fitness-related phenotypes such as yield [16, 30, 34] .Plant height was not under 282 selection, but increasing plant height is generally not desirable. It was positively correlated with 283 the number of homozgyous derived SNPs (Table 3) .
284
The barley genome includes large pericentromeric regions with minimal crossover [42, 43] 285 (S3 Figure) . Based on our exome capture resequencing, these regions harbor fewer dSNPs per 286 codon than the distal arms of chromosomes ( Figure 2 
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